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Figure 2 
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FIGURE 3A 
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FIGURE 3B 
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FIGURE 3C 
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Ser Cys Gly Cys Val Ser Gly Ser Gly Leu Arg Leu Gly Gly Ser Pro> 
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Figure 3D 
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CCT GGG GGA GCT TCG ATA GAG GCG GTC ACC CAC CAG TCC TGG GGA GGT 

Gly Pro Pro Arg Ser Tyr Leu Arg Gin Trp Val Val Arg Thr Pro Pro 
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